the presence of Fusarium spp. Prior isolation, seeds were surface disinfected in 1% NaOCl for 3 min, rinsed, dried and plated onto PDA. Plates were incubated at 25°C under the ultraviolet light ("black light") with a 12hr photoperiod (Mathur and Kongsdall 2003) . Seven days later, 12 Fusarium spp. isolates (JBL 4003/1 -4003/12) were single-spored and subcultured on both PDA and carnation leaf agar (CLA).
Pathogenicity test was performed in vitro using a modified agar slant method in the test tube with PDA amended (Porter et al. 2015) . A piece of mycelium of each isolate grown on PDA for 7 days was placed at the bottom tube, and 2 cm above the inoculum, dried hysop seed was carefully placed. After 10 days, fungal mycelia of 12 isolates caused seed rot and seedling decay. All the tested isolates were re-isolated and used for further analysis. The isolate JBL4003/2 formed white, aerial and abundant colonies, with light violet to brown pigmentation in agar. Within five days, microconidia were formed in the aerial mycelium, in long chains or cohering in false heads. Slightly curved rather straight macroconidia were formed, with distinct foot cell, mostly three to five septate, with average dimensions of 31 -53 µm x 3.4 -4.1 µm. No chlamydospores were observed. Based on the description given by Gerlach and Nirenberg (1982) , cultural and morphological characteristics indicated that the isolate JBL4003/2 belongs to F. proliferatum species. To obtain a DNA sequence-based identification, a total DNA was extracted directly from the mycelium with a DNeasy Plant Mini Kit (Qiagen, Hilden, Germany). Following DNA extraction, the translation elongation factor 1-alpha region was amplified by PCR using the primer pair EF1 and EF2 (Geiser et al. 2004 
